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RAW SEQUENCE LISTING DATE: 08/16/2002 

PATENT APPLICATION: US/10/090, 569 TIME: 11:27:43 
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SEQUENCE LISTING 

3 (1) GENERAL INFORMATION: 

5 (i) APPLICANT: HINUMA, Shuji 

6 FUJI I, Ryo 

7 FUKUSUMI, Shoji 

8 OHTAKI, Tetsuya 

9 HOSOYA, Masaki 

10 OHGI, Kazuhiro 

11 ONDA, Haruo 

13 (ii) TITLE OF INVENTION: GALANIN RECEPTOR PROTEIN, PRODUCTION AND USE 

14 THEREOF 
16 (iii) NUMBER OF SEQUENCES: 17 

18 (iv) CORRESPONDENCE ADDRESS: 

19 (A) ADDRESSEE: DIKE, BRONSTEIN, ROBERTS & CUSHMAN 

20 (B) STREET: 130 WATER STREET 

21 (C) CITY: BOSTON 

22 (D) STATE: MA 

2 3 (E) COUNTRY: US 

24 (F) ZIP : 02109 

26 (v) COMPUTER READABLE FORM: 

27 (A) MEDIUM TYPE: Diskette 

2 8 (B) COMPUTER: IBM Compatible 

2 9 (C) OPERATING SYSTEM: DOS 

30 (D) SOFTWARE: FastSEQ Version 1.5 

32 (vi) CURRENT APPLICATION DATA: 

C--> 33 (A) APPLICATION NUMBER: US/10/090,569 

C--> 34 (B) FILING DATE: 04-Mar-2002 

3 5 (C) CLASSIFICATION: 

37 (vii) PRIOR APPLICATION DATA: 

38 (A) APPLICATION NUMBER: US/08/540,650 



39 (B) FILING DATE: 

41 (A) APPLICATION 

42 (B) FILING DATE: 

44 (A) APPLICATION 

45 (B) FILING DATE: 
47 (A) APPLICATION 
4 8 (B) FILING DATE: 

50 (viii) ATTORNEY/AGENT INFORMATION: 

51 (A) NAME: RESNICK, DAVID S 

52 (B) REGISTRATION NUMBER: 34,235 

53 (C) REFERENCE/DOCKET NUMBER: 4 5901 

55 (ix) TELECOMMUNICATION INFORMATION: 

56 (A) TELEPHONE: 617-523-3400 



ll-OCT-1995 
NUMBER: 7-134412 

31-MAY-1995 
NUMBER: 6-326610 

28-DEC-1994 
NUMBER: 6-247599 

13-OCT-1994 
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57 (B) TELEFAX: 617-523-6440 

59 (2) INFORMATION FOR SEQ ID NO : 1: 

61 (i) SEQUENCE CHARACTERISTICS: 

62 (A) LENGTH: 128 

63 (B) TYPE: Amino acid 
C--> 64 (D) TOPOLOGY: Linear 



D D 






MOLECULE TYPE: 


Peptide 


















D O 




(xi) 


SEQUENCE DESCRIPTION: SEQ 


ID NO: 1 














ri -La. 


Ala 


Met 


Ser 


Val 


Asp 


Arg 


Tyr 


Val 


Ala 


He 


Val 


His 


Ser Arg 


Arg 


7 1 


1 

_L 








5 










10 










15 




71 


Ser 


Ser 


Ser 


Leu 


Arg 


Val 


Ser 


Arg 


Asn 


Ala 


Leu 


Leu 


Gly Val 


Gly 


Phe 


74 








20 










25 










30 






76 


He 


Trp 


Ala 


Leu 


Ser 


He 


Ala 


Met 


Ala 


Ser 


Pro 


Val 


Ala 


Tyr 


His 


Gin 


77 






35 










40 










45 








79 


Arg 


Leu 


Phe 


His 


Arg 


Asp 


Ser 


Asn 


Gin 


Thr 


Phe 


Cys 


Trp 


Glu 


Gin 


Trp 


80 




50 










55 










60 










82 


Pro 


Asn 


Lys 


Leu 


His 


Lys 


Lys 


Ala 


Tyr 


Val 


Val 


Cys 


Thr 


Phe 


Val 


Phe 


83 


65 










70 










75 










80 


85 


Gly 


Tyr 


Leu 


Leu 


Pro 


Leu 


Leu 


Leu 


He 


Cys 


Phe 


Cys 


Tyr 


Ala 


Lys 


Val 


86 










85 










90 










95 




88 


Leu 


Asn 


His 


Leu 


His 


Lys 


Lys 


Leu 


Lys 


Asn 


Met 


Ser 


Lys 


Lys 


Ser 


Glu 


89 








100 










105 










110 






91 


Ala 


Ser 


Lys 


Lys 


Lys 


Thr 


Ala 


Gin 


Thr 


Val 


Leu 


Val 


Val 


Val 


Val 


Val 


92 






115 










120 










125 








95 


(2) 


INFORMATION 


FOR 


SEQ 


ID NO: 2: 
















97 




(i) 


SEQUENCE CHARACTERISTICS: 
















98 






(A) LENGTH: 348 




















99 






(B) TYPE: 


Amino acid 



















C--> 100 






(D) TOPOLOGY: 


Linear 


















102 




(ii) 


MOLECULE TYPE: 


Peptide 


















104 




(xi) 


SEQUENCE DESCRIPTION: SEQ ID NO: 2 












106 


Met 


Glu 


Leu 


Ala 


Met 


Val 


Asn 


Leu 


Ser 


Glu 


Gly 


Asn 


Gly 


Ser 


Asp 


Pro 


107 


1 








5 










10 










15 




109 


Glu 


Pro 


Pro 


Ala 


Pro 


Glu 


Ser 


Arg 


Pro 


Leu 


Phe 


Gly 


He 


Gly 


Val 


Glu 


110 








20 










25 










30 






112 


Asn 


Phe 


He 


Thr 


Leu 


Val 


Val 


Phe 


Gly 


Leu 


He 


Phe 


Ala 


Met 


Gly 


Val 


113 






35 










40 










45 








115 


Leu 


Gly 


Asn 


Ser 


Leu 


Val 


He 


Thr 


Val 


Leu 


Ala 


Arg 


Ser 


Lys 


Pro 


Gly 


116 




50 










55 










60 










118 


Lys 


Pro 


Arg 


Ser 


Thr 


Thr 


Asn 


Leu 


Phe 


He 


Leu 


Asn 


Leu 


Ser 


He 


Ala 


119 


65 










70 










75 










80 


121 


Asp 


Leu 


Ala 


Tyr 


Leu 


leu 


Phe 


Cys 


He 


Pro 


Phe 


Gin 


Ala 


Thr 


Val 


Tyr 


122 










85 










90 










95 




124 


Ala 


Leu 


Pro 


Thr 


Trp 


Val 


Leu 


Gly 


Ala 


Phe 


He 


Cys 


Lys 


Phe 


He 


His 


125 








100 










105 










110 






127 


Tyr 


Phe 


Phe 


Thr 


Val 


Ser 


Met 


Leu 


Val 


Ser 


He 


Phe 


Thr 


Leu 


Ala 


Ala 


128 






115 










120 










125 








130 


Met 


Ser 


Val 


Asp 


Arg 


Tyr 


Val 


Ala 


He 


Val 


His 


Ser 


Arg 


Arg 


Ser 


Ser 


131 




130 










135 










140 
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133 


Ser 


Leu Arg Val 


Ser 


Arg 


Asn 


Ala 


Leu 


Leu 


Glv 


Val 


Glv 


Phe 


He 


u r 


134 


145 










150 










155 










160 


136 


Ala 


Leu 


Ser 


He 


Ala 


Met 


Ala 


Ser 


Pro 


Val 


Ala 


Tvr 

JL 


His 


Gin 


Arg 


Leu 


137 










165 










170 










175 




139 


Phe 


His 


Arcr 


Asp 


Ser 


Asn 


Gin 


Thr 


Phe 


Cys 


TrD 


Glu 


Gin 


Trp 


Pro 


Asn 


140 








180 










185 










190 






142 


Lys 


Leu 


His 


Lys 


Lys 


Ala 


Tvr 


Val 


Val 


Cys 


Thr 


Phe 


Val 


Phe Gly 


Tvr 
x i J - 


143 






195 










200 










205 








145 


Leu 


Leu 


Pro 


Leu 


Leu 


Leu 


He 


Cys 


Phe 


Cys 


Tvr 


Ala 


Lys 


Val 


Leu 


Asn 


146 




210 










215 










220 










148 


His 


Leu 


His 


Lvs 


Lys 


Leu 


Lys 


Asn 


Met 


Ser 


Lys 


Lys 


Ser 


Glu 


Ala 


Ser 


149 


225 










230 










235 










240 


151 


Lys 


Lys 


Lys 


Thr 


Ala 




± iij. 


val 


J_i ti LI 


V CLX 


Val 


V Cl _L 


Val 


Val 


Phe 


vj J.y 


152 










245 










250 










255 




154 


He 


Ser 


Trp 


Leu 


Pro 


His 


His 


Val 


Val 


His 


Leu 


Trp 


Ala 


Glu 


Phe 


Gly 


155 








260 










265 










270 






157 


Ala 


Phe 


Pro 


Leu 


Thr 


Pro 


Ala 


Ser 


Phe 


Phe 


Phe 


Arg 


He 


Thr 


Ala 


His 


158 






275 










280 










285 








160 


Cys 


Leu 


Ala 


Tyr 


Ser 


Asn 


Ser 


Ser 


Val 


Asn 


Pro 


He 


He 


Tyr 


Ala 


Phe 


161 




290 










295 










300 










163 


Leu 


Ser 


Glu 


Asn 


Phe 


Arg 


Lys 


Ala 


Tyr 


Lys 


Gin 


Val 


Phe 


Lys 


Cys 


His 


164 


305 










310 










315 










320 


166 


Val 


Cys 


Asp 


Glu 


Ser 


Pro 


Arg 


Ser 


Glu 


Thr 


Lys 


Glu 


Asn 


Lys 


Ser 


Arg 


167 










325 










330 










335 





169 Met Asp Thr Pro Pro Ser Thr Asn Cys Thr His Val 

170 340 345 
172 (2) INFORMATION FOR SEQ ID NO : 3: 

174 (i) SEQUENCE CHARACTERISTICS: 

175 (A) LENGTH: 384 

176 (B) TYPE: Nucleic acid 

177 (C) STRANDEDNESS: Double 

178 (D) TOPOLOGY: Linear 
180 (ii) MOLECULE TYPE: cDNA 

182 (ix) FEATURE: 

183 (C) IDENTIFICATION METHOD: S 

185 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 3: 

187 GCCGCGATGT CTGTGGATCG CTACGTGGCC ATTGTGCACT CGCGGCGCTC CTCCTCCCTC 60 
189 AGGGTGTCCC GCAACGCACT GCTGGGCGTG GGCTTCATCT GGGCGCTGTC CATCGCCATG 120 
191 GCCTCGCCGG TGGCCTACCA CCAGCGTCTT TTCCATCGGG ACAGCAACCA GACCTTCTGC 180 
193 TGGGAGCAGT GGCCCAACAA GCTCCACAAG AAGGCTTACG TGGTGTGCAC TTTCGTCTTT 240 
195 GGGTACCTTC TGCCCTTACT GCTCATCTGC TTTTGCTATG CCAAGGTCCT TAATCATCTG 300 
197 CATAAAAAGC TGAAAAACAT GTCAAAAAAG TCTGAAGCAT CCAAGAAAAA GACTGCACAG 3 60 
199 ACCGTCCTGG TGGTCGTTGT AGTA 384 
202 (2) INFORMATION FOR SEQ ID NO : 4: 



204 (i) SEQUENCE CHARACTERISTICS: 

205 (A) LENGTH: 1044 

206 (B) TYPE: Nucleic acid 

207 (C) STRANDEDNESS: Double 

208 (D) TOPOLOGY: Linear 
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210 
212 
213 
215 



(ii) 
(ix) 



MOLECULE TYPE: cDNA 
FEATURE : 

(C) IDENTIFICATION METHOD: S 
SEQUENCE DESCRIPTION: SEQ ID NO: 4: 



(Xi) 



217 ATGGAACTGG CTATGGTGAA CCTCAGTGAA GGGAATGGGA GCGACCCAGA GCCGCCAGCC 60 
219 CCGGAGTCCA GGCCGCTCTT CGGCATTGGC GTGGAGAACT TCATTACGCT GGTAGTGTTT 120 
221 GGCCTGATTT TCGCGATGGG CGTGCTGGGC AACAGCCTGG TGATCACCGT GCTGGCGCGC 180 
223 AGCAAACCAG GCAACCCCCG CAGCACCACC AACCTGTTTA TCCTCAATCT GAGCATCGCA 240 
225 GACCTGGCCT ACCTGCTCTT CTGCATCCCT TTTCAGGCCA CCGTGTATGC ACTGCCCACC 300 
227 TGGGTGCTGG GCGCCTTCAT CTGCAAGTTT ATACACTACT TCTTCACCGT GTCCATGCTG 360 
229 GTGAGCATCT TCACCCTGGC CGCGATGTCT GTGGATCGCT ACGTGGCCAT TGTGCACTCG 420 
231 CGGCGCTCCT CCTCCCTCAG GGTGTCCCGC AACGCACTGC TGGGCGTGGG CTTCATCTGG 4 80 
233 GCGCTGTCCA TCGCCATGGC CTCGCCGGTG GCCTACCACC AGCGTCTTTT CCATCGGGAC 54 0 
2 35 AGCAACCAGA CCTTCTGCTG GGAGCAGTGG CCCAACAAGC TCCACAAGAA GGCTTACGTG 600 
237 GTGTGCACTT TCGTCTTTGG GTACCTTCTG CCCTTACTGC TCATCTGCTT TTGCTATGCC 660 
239 AAGGTCCTTA ATCATCTGCA TAAAAAGCTG AAAAACATGT CAAAAAAGTC TGAAGCATCC 720 
241 AAGAAAAAGA CTGCACAGAC CGTCCTGGTG GTCGTTGTAG TATTTGGCAT ATCCTGGCTG 780 
24 3 CCCCATCATG TCGTCCACCT CTGGGCTGAG TTTGGAGCCT TCCCACTGAC GCCAGCTTCC 84 0 
24 5 TTCTTCTTCA GAATCACCGC CCATTGCCTG GCATACAGCA ACTCCTCAGT GAACCCCATC 900 
24 7 ATATATGCCT TTCTCTCAGA AAACTTCCGG AAGGCGTACA AGCAAGTGTT CAAGTGTCAT 960 
24 9 GTTTGCGATG AATCTCCACG CAGTGAAACT AAGGAAAACA AGAGCCGGAT GGACACCCCG 1020 
251 CCATCCACCA ACTGCACCCA CGTG 1044 
254 (2) INFORMATION FOR SEQ ID NO : 5: 

256 (i) SEQUENCE CHARACTERISTICS: 

257 (A) LENGTH: 349 

258 (B) TYPE: Amino acid 
C-->259 (D) TOPOLOGY: Linear 

261 (ii) MOLECULE TYPE: Peptide 

263 (xi) SEQUENCE DESCRIPTION: SEQ ID NO : 5: 

265 Met Glu Leu Ala Val Gly Asn Leu Ser Glu Gly Asn Ala Ser Trp Pro 

266 15 10 15 

268 Glu Pro Pro Ala Pro Glu Pro Gly Pro Leu Phe Gly lie Gly Val Glu 

269 20 25 30 

271 Asn Phe Val Thr Leu Val Val Phe Gly Leu He Phe Ala Leu Gly Val 

272 35 40 45 

274 Leu Gly Asn Ser Leu Val He Thr Val Leu Ala Arg Ser Lys Pro Gly 

275 50 55 60 

277 Lys Pro Arg Ser Thr Thr Asn Leu Phe He Leu Asn Leu Ser He Ala 

278 65 70 75 80 

280 Asp Leu Ala Tyr Leu Leu Phe Cys He Pro Phe Gin Ala Thr Val Tyr 

281 85 90 95 

283 Ala Leu Pro Thr Trp Val Leu Gly Ala Phe He Cys Lys Phe He His 

284 100 105 ~ 110 

286 Tyr Phe Phe Thr Val Ser Met Leu Val Ser He Phe Thr Leu Ala Ala 

287 115 120 125 

289 Met Ser Val Asp Arg Tyr Val Ala He Val His Ser Arg Arg Ser Ser 

290 130 135 140 

292 Ser Leu Arg Val Ser Arg Asn Ala Leu Leu Gly Val Gly Cys He Trp 

293 145 150 155 160 
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295 


Ala 


Leu 


Ser He 


Ala 


Met 


Ala 


Ser 


Pro 


Val Ala 


Tvr 


His 


Gin 


Gly 

JL 


Leu 




296 










165 












170 










175 






298 


Phe 


His 


Pro Arg 


Ala 


Ser 


Asn 


Gin 


Thr 


Phe Cys 


Trp 


Glu 


Gin 


Tro 

LT 


Pro 




299 








180 












185 








190 








301 


Asp 


Pro 


Arg His 


Lys 


Lys 


Ala 


Tyr 


Val 


Val Cys 


Thr 


Phe 


Val 


Phe 


Glv 




302 






195 










200 








205 












304 


Tyr 


Leu 


Leu Pro 


Leu 


Leu 


Leu 


He 


Cys 


Phe Cys 


Tvr 

JL 


Ala 


Lys 


Val 


Leu 




305 




210 












215 








220 














307 


Asn 


His 


Leu His 


Lys 

2 


Lys 


Leu 


Lys 


Asn 


Met Ser 


Lys 


Lys 


Ser 


Glu 


Ala 




308 


225 










230 








235 












240 




310 


Ser 


Lys 


Lys Lys 


Thr 


Ala 


Gin 


Thr 


Val 


Leu Val 


Val 


Val 


Val 


Val 


Phe 




311 










245 












250 










255 






313 


Gly 


He 


Ser Trp 


Leu 


Pro 


His 


His 


He 


He His 


Leu 


TrD 


Ala 


Glu 


Phe 




314 








260 












265 








270 








316 


Gly 


Val 


Phe Pro 


Leu 


Thr 


Pro 


Ala 


Ser 


Phe Leu 


Phe 


Arg 


He 


Thr 


Ala 




317 






275 










280 








285 












319 


His 


Cys 


Leu Ala 


Tyr 


Ser 


Asn 


Ser 


Ser 


Val Asn 


Pro 


He 


He 


Tvr 

JL 


Ala 




320 




290 












295 








300 














322 


Phe 


Leu 


Ser Glu 


Asn 


Phe 


Arg 


Lys 


Ala 


Tyr Lys 


Gin 


Val 


Phe 


Lys 


Cys 




323 


305 










310 








315 












320 




325 


His 


He 


Arg Lys 


Asp 


Ser 


His 


Leu 


Ser Asp Thr 


Lys 


Glu 


Asn 


Lys 


Ser 




326 










325 












330 










335 






328 


Arg 


He 


Asp Thr 


Pro 


Pro 


Ser 


Thr 


Asn 


Cys Thr 


His 


Val 












329 








340 












345 


















332 


(2) 


INFORMATION 


FOR 


SEQ 


ID NO: 6 




















334 




(i) 


SEQUENCE CHARACTERISTICS: 


















335 








(A) LENGTH: 


1047 






















336 








(B) TYPE: 


Nucleic 


acid 




















337 








(C) STRANDEDNESS : 


Double 


















338 








(D) TOPOLOGY: 


Linear 




















340 




(ii) 


MOLECULE TYPE: 


cDNA 




















342 




(ix) 


FEATURE : 




























343 








(C) IDENTIFICATION 


METHOD: 


S 
















345 




(xi) 


SEQUENCE DESCRIPTION: SEQ ID NO: 6 
















347 


ATGGAGCTGG 


CGGTCGGGAA 


CCTCAGCGAG 


GGCAACGCGA 


GCTGGCCGGA 


GCCCCCCGCC 


60 


349 


CCGGAGCCCG 


GGCCGCTGTT 


CGGCATCGGC 


GTGGAGAACT 


TCGTCACGCT 


GGTGGTGTTC 


120 


351 


GGCCTGATCT 


TCGCGCTGGG 


CGTGCTGGGC 


AACAGCCTAG 


TGATCACCGT 


GCTGGCGCGC 


180 


353 


AGCAAGCCGG 


GCAAGCCGCG 


GAGCACCACC 


AACCTGTTCA 


TCCTCAACCT 


GAGCATCGCC 


240 


355 


GACCTGGCCT 


ACCTGCTCTT 


CTGCATCCCC 


TTCCAGGCCA 


CCGTGTACGC 


GCTGCCCACC 


300 


357 


TGGGTGCTGG 


GCGCCTTCAT 


CTGCAAGTTC 


ATCCACTACT 


TCTTCACCGT 


GTCCATGCTG 


360 


359 


GTGAGCATCT 


TCACCCTGGC 


CGCGATGTCC 


GTGGACCGCT 


ACGTGGCCAT 


CGTGCACTCG 


420 


361 


CGGCGCTCCT 


CCTCCCTCAG 


GGTGTCCCGC 


AACGCGCTGC 


TGGGCGTGGG 


CTGCATCTGG 


480 


363 


GCGCTGTCCA 


TTGCCATGGC 


CTCGCCCGTG 


GCCTACCACC 


AGGGCCTCTT 


CCACCCGCGC 


540 


365 


GCCAGCAACC 


AGACCTTCTG 


CTGGGAGCAG 


TGGCCCGACC 


CTCGCCACAA 


GAAGGCCTAC 


600 


367 


GTGGTGTGCA 


CCTTCGTCTT 


CGGCTACCTG 


CTGCCGCTCC 


TGCTCATCTG 


CTTCTGCTAT 


660 


369 


GCCAAGGTCC 


TTAATCACTT 


GCATAAAAAG 


TTGAAGAACA 


TGTCAAAGAA 


GTCTGAAGCA 


720 


371 


TCCAAGAAAA 


AGACTGCACA 


GACAGTTCTG 


GTGGTGGTTG 


TGGTGTTTGG 


AATCTCCTGG 


780 


373 


CTGCCGCACC 


ACATCATCCA 


TCTCTGGGCT 


GAGTTTGGAG 


TTTTCCCGCT 


GACGCCGGCT 


840 


375 


TCCTTCCTCT 


TCAGAATCAC 


CGCCCACTGC 


CTGGCGTACA 


GCAATTCCTC 


CGTGAATCCT 


900 



file://C:\CRF3\Outhold\VsrJ090569.htm 



8/16/02 




Page 6 of 7 



VERIFICATION SUMMARY DATE: 08/16/2002 

PATENT APPLICATION: US/10/090,569 TIME: 11:27:44 

Input Set : N:\Crf3\RULE60\10090569.raw 
Output Set: N:\CRF3\08162002\J090569.raw 

L:33 M:220 C: Keyword misspelled or invalid format, [(A) APPLICATION NUMBER:] 
L:34 M:220 C: Keyword misspelled or invalid format, [(B) FILING DATE:] 
L:64 M:220 C: Keyword misspelled or invalid format, [(D) TOPOLOGY:] 



L 


100 


M 


220 


C: 


Keyword misspelled or invalid format, [(D) TOPOLOGY:] 










L 


259 


M 


220 


C: 


Keyword misspelled or invalid format, [(D) TOPOLOGY:] 










L 


396 


M 


220 


C: 


Keyword misspelled or invalid format, [(ix) FEATURE : ] 










L 


398 


M 


246 


W: 


Invalid value of Alpha Sequence Header Field, [FEATURE: 


] , SeqNo=7 




L 


414 


M 


220 


C: 


Keyword misspelled or invalid format, [(ix) FEATURE:] 










L 


416 


M 


246 


W: 


Invalid value of Alpha Sequence Header Field, [FEATURE: 


] , SeqNo= 


= 8 




L: 


580 


M 


246 


W: 


Invalid value of Alpha Sequence Header Field, [MOLECULE 


TYPE 


], 


SeqNo= 


=12 


L: 


613 


M 


246 


W: 


Invalid value of Alpha Sequence Header Field, [MOLECULE 


TYPE 


], 


SeqNo= 


=13 


L: 


646 


M 


246 


W: 


Invalid value of Alpha Sequence Header Field, [MOLECULE 


TYPE: 


], 


SeqNo= 


=14 


L: 


679 


M: 


246 


W: 


Invalid value of Alpha Sequence Header Field, [MOLECULE 


TYPE: 


]/ 


SeqNo= 


=15 
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